Hydrogen-bond geometry (Å , ). Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SUPERFLIP (Palatinus & Chapuis, 2007) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: OLEX2 (Dolomanov et al., 2009) ; software used to prepare material for publication: OLEX2. supplementary materials Acta Cryst. (2013) . E69, o700 [doi:10.1107/S1600536813009458]
2-{[2-(Pyridin-4-yl)-1H-benzimidazol-1-yl]methyl}phenol
Mohammed A. S. Omer, Jia-cheng Liu and Chao-hu Xiao Comment Supramolecular chemistry based on coordination compounds is a vast area of current research. Benzimidazole derivatives have attracted the attention of many synthetic chemists, due not only to their useful biological activities but also to their strong coordinating abilities as multidentate ligands (Kühler et al., 2002; Carcanague et al., 2002; Yang et al., 2006; Li et al., 2007) . In our studies, we synthesized the substituted benzimidazole ligand 2-[2-(pyridin-4-yl)-1H-benzimidazol-1-ylmethyl]phenol, C 19 H 15 N 3 O, derived from the transformation of an unsymmetrical Schiff base and the structure is reported herein.
Within the ligand, the pyridine group is rigidly linked to the central C atom of the benzimidazole group, and the phenol ring is attached via a methylene group to an N-atom (Kitazume & Ishikawa, 1974) . The dihedral angles between the pyridine and phenyl rings and the benzimidazole ring are 44.36 (7) and 75.67 (7)°, respectively. These deviations from planarity, in part, may be influenced by intermolecular phenolic O-H···N hydrogen bonds to benzimidazole N-atom acceptors (Table 1) , giving one-dimensional chains extending along [110] (Fig. 2 ). In addition, the crystal structure is stabilized by weak face-to-face π-π stacking interactions involving the pyridine rings, with the shortest centroid to centroid distance between these planes of 3.9624 (10)Å]. This value is within the upper limit of the common range for ππ interactions (Janiak, 2000) .
Experimental
2-[2-(Pyridin-4-yl)-1H-benzimidazol-1-ylmethyl]phenol was synthesized according to a modification of a previously reported procedure (Fellah et al., 2010) . To a solution of o-phenylenediamine (2.16 g, 20 mmol) in ethanol (20 ml), 2-hydroxybenzaldehyde (1.22 g, 10 mmol) dissolved in ethanol (10 ml) was added dropwise. The mixture was stirred at room temperature for 8 h. A yellow precipitate formed and was isolated by filtration. The crude product,[(E)-2((2-aminophenylimino)methyl)], was then crystallized from ethanol and a solution of this product (2.12 g, 10 mmol) and pyridine-4-carbaldehyde (1.07 g, 10 mmol) in ethanol (50 ml) was heated for 10 h under reflux. The reaction mixture was cooled, and a white precipitate of the crude title compound formed and was filtered off (yield 71 wt%). This product was then recrystallized from an aqueous methanol solution (1:1 v/v). Colorless single block crystals of the title compound suitable for X-ray analysis were obtained.
Refinement
The phenolic H atom was positioned and refined as a freely rotating O-H bond, with a fixed O-H bond length of 0.82 Å and with U iso (H) = 1.5U eq (O). Other H atoms were included in calculated positions and refined using a riding-model approximation, with C-H = 0.93 or 0.97 Å for aromatic and methylene H atoms, respectively, and with U iso (H) = 1.2U eq (C). 
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SUPERFLIP (Palatinus & Chapuis, 2007) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: OLEX2 (Dolomanov et al., 2009) ; software used to prepare material for publication: OLEX2 (Dolomanov et al., 2009) .
Figure 1
Molecular conformation and atom numbering scheme for the title compound, with displacement ellipsoids drawn at the 30% probability level. supplementary materials sup-3 Acta Cryst. (2013). E69, o700
Figure 2
A perspective view of the packing of the title compound in the unit cell, showing intermolecular hydrogen bonds as dashed lines. For symmetry code (i), see Table 1 . Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
2-{[2-(Pyridin-4-yl)-1H-benzimidazol-1-yl]methyl}phenol

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.14368 (7) 0.81061 (16) (9) 0.0022 (7) 0.0026 (7) 0.0050 (8) C7 0.0222 (8) 0.0306 (9) 0.0313 (8) 0.0056 (7) 0.0017 (6) 0.0004 (7) C8 0.0297 (8) 0.0273 (9) 0.0286 (8) 0.0056 (7) 0.0078 (7) −0.0009 (7) C9 0.0300 (9) 0.0347 (10) 0.0330 (9) 0.0033 (7) 0.0026 (7) 0.0020 (7) (2) 
